In the crystal structure, (Fig. 1) , of title compound, two molecules in the asymmetric unit are present, which differ slightly from each other geometrically. In one molecule, the 3-hydroxybenzaldehyde group A (C1-C7/O1) and the pyridin-3-amine moiety B (C8-C12/N1/N2) are planar with r.m.s. deviation of 0.0236Å and 0.0116Å, respectively. The dihedral angle between A/B is 14.78 (7)°. In second molecule, the similar groups C (C13-C19/O2) and D (C20-C24/N3/N4) are also planar with r.m.s. deviation of 0.0245Å and 0.0162Å, respectively and the dihedral angle between C/D is 7.21 (7)°. Both molecules are dimerized with themselves due to intermolecular H-bonding of O-H···N type (Table 1, Fig. 2 ) and form R 2 2 (20) ring motif (Bernstein et al., 1995). There exist π···π interaction between Cg1···Cg2 iii and Cg2···Cg1 iii at a distance of 3.8439 (11)Å. Similarly, there exist π···π interaction between Cg3···Cg4 iv and Cg4···Cg3 iv at a distance of 3.7126 (10)Å. Cg1, Cg2, Cg3 and Cg4 are the centroids of (C8-C12/N2), (C1-C6), (C20-C24/N4) and (C13-C18) rings, respectively. Symmetry codes: (iii) = -x, -y, -z; (iv) = -x, -y, -z+1.
Two independent molecules are present in the asymmetric unit of the title compound, C 12 H 10 N 2 O, in which the 3-hydroxybenzaldehyde and the pyridin-3-amine units are almost planar [r.m.s. deviations of 0.0236 and 0.0116Å , respectively, in one molecule and 0.0245 and 0.0162Å , respectively, in the other] and are oriented at dihedral angles of 7.21 (7) and 14.77 (7) . In the crystal, molecules of the same type form inversion dimers via pairs of O-HÁ Á ÁN hydrogen bonds, forming R 2 2 (20) ring motifs. There existinteractions between the benzene and pyridine rings of molecules of the same type with centroid-centroid distances of 3.7127 (10) and 3.8439 (10) Å .
Related literature
For a related structure, see: Wiebcke & Mootz (1982) . For graph-set notation, see: Bernstein et al. (1995) . Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1; Ày; Àz; (ii) Àx þ 1; Ày; Àz þ 1.
Experimental
Data collection: APEX2 (Bruker, 2007); cell refinement: SAINT (Bruker, 2007); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997) and PLATON (Spek, 2009); software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON.
Figure 1
View of the title compound with the atom numbering scheme. The displacement ellipsoids are drawn at the 50% probability level. The H atoms are shown as small circles of arbitrary radii. The partial packing which shows that molecules form dimers. Symmetry codes: (i) = -x+1, -y, -z; (ii) = -x+1, -y, -z+1. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
3-[(E)-(Pyridin-3-ylimino)methyl]phenol
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) −0.0127 (7) N3 0.0533 (9) 0.0449 (9) 0.0511 (9) −0.0079 (7) −0.0042 (7) −0.0112 (7) N4 0.0559 (9) 0.0460 (9) 0.0565 (9) −0.0070 (7) 0.0029 (7) −0.0089 (7) 
